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. WES-specific artifacts. . These discordant pairs are generated from library construction and sequencing, rather than from real SVs in the genome. B, The top and bottom panels show the read-level view of WGS tumor and matched normal samples. The orange bars are discordant reads supporting the somatic SV and the bars with different colors in bottom panel are discordant read pairs that the mate are mapped to different chromosomes (chromosomes indicated by color). The event was filtered in WGS because of the many discordant read pairs present in the match normal sample.
Figure S3. Comparison of somatic rearrangements detected from WES and WGS. A,
Comparison of somatic rearrangements detected from WES before and after additional filters (with poor-quality samples excluded) shows that the fraction of WES-specific calls is substantially reduced. B, The "catchable" somatic SVs detected from WGS data (with breakpoints in exons excluding UTRs). About one-fifth of the SVs are detected by WES but the rest are missed for the reasons listed. "Bad sample" refers to the events being in the sample with >100 somatic SVs detected, and therefore, such sample was subsequently discarded from further analysis. "Noisy cancer" and "Noisy normal" refer to the SVs in which the algorithm did not make a call because of increased noise in the data at the SV location, as reflected in, e.g., aberrant discordant read pairs (see Fig. S2 ). C, Coverage comparison of WES and WGS. The number of read pairs spanning an SV breakpoint in WES and WGS is equivalent to its physical coverage. Each dot is a somatic SV detected from WGS that is also detectable in WES (in exons excluding UTRs). A portion of breakpoints detected in WGS have 10-100x physical coverage in WGS but with <10x coverage in WES. There are also 12 loci with no read pair spanning breakpoint in WES data and are not represented in this plot. D, Allele fractions of somatic SVs that are shared by WES and WGS. 
Figure S10. Comparisons of copy numbers and expressions for CDK4 and EGFR in GBM with and without massive rearrangements. A, CDK4 (chromosome 12). B, EGFR (chromosome 7)
. Zero in copy change denotes copy neutral and positive number in copy change denotes copy gain. Wilcoxon one-side rank test was used. LGG-DH-5140 22
